Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.047; wR factor = 0.125; data-to-parameter ratio = 13.3.
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ) . (Brandenburg, 2006) ; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 (Yang et al., 2009) . In this controbution, we reported the crystal structure of the title compound which was obtained from the culture broth of Penicillium verruculosum YL-52.
The bond lengths and angles of the title compound are within normal ranges (Cheng et al., 2009 ). In the crystal structure, the molecule, excluding methyl H atoms, is essentially planar, with an r.m.s. deviation of 0.01342 (2) Å. Moreover, adjacent two molecules are connected into a dimer through two head to head O1-H1···O2 hydrogen bonds. The dimers are further extended into a one-dimensional chain by weak C-H···O hydrogen bonds along the b axis, in which C6-H6A is donor and O4 is acceptor (Table 1 and Fig. 2 ).
The roots of Stellera Chamaejasme L was collected in Qinling mountain of Taibai town in Shaanxi province, P. R. China, in August, 2007, and the fungal strain was isolated from the rhizosphere of the plant above, and deposited in our laboratory of natural product research, Northwest A&F University, Shaanxi Province, the People's Republic of China (culture collection number YL-52), and identified as Penicillium verruculosum YL-52. Repeated column chromatography of ethyl acetate extract of the culture broth of Penicillium verruculosum YL-52 provided the title compound.
Refinement
All H atoms were positioned geometrically and treated as riding, with C-H bond lengths constrained to 0.93 Å (CH), 0.97 Å (CH 2 ) and 0.96 Å (CH 3 ), and with U iso (H) = 1.2U eq (C) or 1.5U eq (methyl C). Figures   Fig. 1 . View of the title molecular structure with atom numbering scheme and 30% probability displacement ellipsoids for non-hydrogen atoms.
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Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Symmetry codes: (i) −x+3, −y+1, −z+2; (ii) −x+1, −y+2, −z+1.
Refinement. Refinement of F
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